SUPPLEMENTARY MATERIAL
and Supplementary Table S1 for evidence of expression.
" 6 Supplementary Figure S3 . Secondary structure models of mt-5S rRNAs confirmed by transcriptome analyses and models of mt-5S rRNAs with extreme nucleotide composition bias. Black arrowheads indicate positions of the major 3′ end seen in RNA-Seq data (Figure 6) . Circled red nucleotides are conserved relative to the mt-5S model. (Figure 6F) . (F) Eimeria tenella (coccidian). Bottom row, secondary structure skeleton models of the pt-5S rRNA consensus and of A-F. Grey shading indicates nucleotide conservation relative to the pt-5S model. For genomic locations, see Supplementary Table S1 .
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Supplementary Figure S5 . Biased taxonomic distribution of mtDNA-encoded 5S rRNA across eukaryotes is caused by sampling bias. Length of upper and lower bar represents the number of available mitochondrial genomes prior to and in the present study, respectively. Black, grey, and white filling indicate the proportion of genomes harboring rrn5, rrn5-like, and no detectable rrn5 gene, respectively. For a detailed listing of species and corresponding search results, see Supplementary  Table S1 .
